Enterobactericeae resistant to multiple antibiotics are an increasing global health problem that impacts treatment and survival of hospitalised patients. In these organisms much of the antibiotic resistance is due to a wide variety of 'mobile' resistance genes that have been captured from the chromosomes of different bacterial species and transferred to plasmids by the actions of various mobile genetic elements.
These plasmids can then spread between bacterial cells, including different species. The association of resistance genes with mobile elements, these mobile elements with plasmids and plasmids with particular bacterial strains means that spread of resistance genes can occur at several different levels ( Figure 1) . Understanding more about the contributions of these different processes and how they interact may enable better prediction and control of the spread of resistance.
Several different types of mobile elements are able to capture genes (which may confer antibiotic resistance) from various sources and transfer them to plasmids, enabling spread into other species including pathogenic bacteria. As gene capture events are rare, each particular resistance gene is usually associated with a particular mobile element; these elements have different characteristics but some features are common (Figure 2 Generating complete plasmid sequences from this type of data is more difficult than identifying resistance genes and SNPs, due to long repeats (often mobile elements) that complicate assembly, but would be useful in identifying which resistance genes are travelling together and which plasmid type carries each set of genes. 
